. (A) Multiple sequence alignment of PGT domain in monofunctional glycosyltransferases and class A pencillin-binding proteins. The pale yellow background indicates the protruding dynamic 'flap' region in the jaw subdomain. Conserved residues are shown in white on red background, and conservative substitutions are in red. Secondary structure of Staphylococcus aureus monofunctional glycosyltransferase (SaMGT) is indicated above the alignment, and sequence motifs of PGT domain are indicated below the alignment. (B) Overall structure of ligand-bound SaMGT. Model was made by superimposing and merging PDB ID codes 3HZS and 3VMT. The TM-helix is colored gray and the jaw subdomain and the head subdomain are colored pale yellow and orange respectively. MoeADON (green) in the donor site and lipid II analog (pink) in the acceptor site are shown as stick. Magnesium and phosphate ions are shown as spheres. The residues located at the water-membrane interface are shown as sticks, labeled and colored by atom-type. 
Cloning, Expression and Purification of SaMGT
SaMGT (residues Q28-R269) was cloned into the pET15b (EMD Biosciences) vector as described previously (12) 
